Thirteen polymorphic microsatellite loci were isolated and characterized from the reef fish L. kasmira. Polymorphism was studied in two populations from the South-West Indian Ocean, Seychelles and Tanzania. Polymorphism ranged from two to 16 alleles and loci are characterized by high variability. Two of these loci were characterized by highly significant heterozygote deficiencies for both populations and they should be avoided in future studies. Finally, eleven of these markers could be used to study population structure and connectivity of this species in a context of marine biodiversity conservation. Cross-amplification was tested for an other bluestriped snapper Lutjanus bengalensis and at least 5 of the 13 loci developed for L. kasmira could be used for this other bluestripped snapper.
Introduction

19
Existing Marine Protected Areas (MPAs) in the West Indian Ocean (WIO) remain insufficient 20 as a whole for the protection of marine reef diversity (Mora et al. 2006) . In fact, for a real 21 efficiency to preserve biodiversity, each MPA have to be integrated in a dense network of 22 connected MPAs. In this context, genetic studies constitute an indirect approach to determine 23 effective dispersal and delineate stock boundaries (Palumbi 2003) as it has recently been the 24 case in the Hawaiian archipelago (Toonen et al. 2010 ). An effort is now needed to collect 25 genetic data in the SWIO in order to provide an idea of marine species connectivity necessary 26 for a regional management of marine biodiversity. That's why this study aims to develop 27 microsatellite markers from the reef fish Lutjanus kasmira (Forsskal, 1775) to enable future 28 population genetic studies. L. kasmira is a widespread Indo-pacific fish species, with a natural 29 range from South Africa to Central Pacific (Allen & Talbot 1985) . A recent phylogeographic 30 study (Gaither et al. 2010) reveals no structure at the scale of the Indo-Pacific suggesting an 31 important within-species connectivity. Microsatellites will strongly contribute to draw small-32 scale conclusions on connectivity.
33
Methods
34
Total genomic DNA was isolated from a single fish using Qiagen DNeasy spin columns and 35 sent to GenoScreen, France (www.genoscreen.fr). 1 µg was used for the development of 
51
The PCR cycling consisted of an initial denaturation at 95°C for 5 minutes, followed by 35 52 cycles: denaturation at 95°C for 30 seconds, annealing at the appropriate temperature (Table   53 1) for 30 seconds, and extension at 72°C for 1 minute and a final extension at 72°C for 20 heterozygosities (He and Ho, respectively) and to test Hardy-Weinberg equilibrium (HWE).
60
Two out of 16 microsatellites studied were found to be monomorphic and one other gave low 61 amplification success and were removed from the analysis. Table 1 suggests that these markers could be used to study population structure and connectivity of 80 both of these species which would be useful in a context of marine biodiversity conservation.
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